L Number 


Hits 


Search Text 


DB 


Time stamp 


1 


336 


lysyl adj oxidase 


US PAT; 


2003/06/26 


17 


20 






US-PGPUB; 
EPO; JPO; 
DERWENT 








2 


0 


(lysyl adj oxidase) adj "4" 


USPAT; 


2003/06/26 


17 


19 






US-PGPUB; 
EPO; JPO; 
DERWENT 








3 . 


0 


lyslyl adj oxidase adj "4" 


USPAT; 


2003/06/26 


17 


19 






US-PGPUB; 
EPO; JPO; 
DERWENT 








4 


239 


lysyl adj oxidase 


USPAT; 


2003/06/26 


17 


20 






EPO; 
DERWENT 








5 


205 


lysyl adj oxidase 


USPAT; EPO 


2003/06/26 


17 


20 



Search History 6/26/03 5:30:20 PM Page 1 



FILE 1 MEDLINE, EMBASE, USPATFULL, BIOSIS, CAPLUS » ENTERED AT 11: 48-: 04 ON 

27 JUN 2003 
LI 2 889 S LYSYL OXIDASE 

L2 12 94 S LI (S) COLLAGEN 

L3 3 S L2 (S) .(POLYNUCLEOTIDE OR (NUCLEIC ACID)) 

L4 3 DUP REM L3 (0 DUPLICATES REMOVED) 



Sequence 1, Application US/09870110 
Patent No. US20020068322A1 
GENERAL INFORMATION: 
APPLICANT: Rachel Meyers 

TITLE OF INVENTION: 47765, A No. US20020068322Alel Human Lysyl Oxidase and 
TITLE OF INVENTION: Uses Thereof 
FILE REFERENCE: MNI-160 

CURRENT APPLICATION NUMBER: US/ 0 9/ 870 , 110 
CURRENT FILING DATE: 2001-05-29 
PRIOR APPLICATION NUMBER: 60/207,650 
PRIOR FILING DATE: 2000-05-26 
NUMBER OF SEQ ID NOS : 4 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 1 
LENGTH: 2 976 
TYPE: DNA 

ORGANISM: Homo sapiens 



FEATURE : 
NAME/ KEY 
LOCATION 
NAME/ KEY 
LOCATION 

OTHER INFORMATION 
US-09-870-110-1 



CDS 

(95) . . . (2362) 
misc_f eature 
(1) . . . (2976) 

n = A,T,C or G 



Alignment Scores: 
Pred. No. : 
Score : 

Percent Similarity : 
Best Local Similarity: 
Query Match: 
DB: 



1.01e-283 


Length: 


2976 


3072.00 


Matches : 


568 


99.47% 


Conservative : 


0 


99.47% 


Mismatches : 


0 


98.05% 


Indels : 


3 


10 


Gaps : 


0 



US-10-067-422-10 (1-573) x US-09-870-110-1 (1-2976) 

Qy 1 MetAlaTrpSerProProAlaThrLeuPheLeuPheLeuLeuLeuLeuGlyGlnProPro 2 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 95 ATGGCGTGGTCCCCACCAGCCACCCTCTTTCTGTTCCTGCTGCTGCTAGGCCAGCCCCCT 154 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 



21 ProSerArgProGlnSerLeuGlyThrThrLysLeuArgLeuValGlyProGluSerLys 40 

1 1 1 1 1 1 1 1 ! 1 1 1 1 II I II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II I II I II II 1 1 1 M 1 1 1 1 1 II I 

155 CCCAGCAGGCCACAGTCACTGGGCACCACTAAGCTCCGGCTGGTGGGCCCAGAGAGCAAG 214 



41 



60 



ProGluGluGlyArgLeuGluValLeuHisGlnGlyGlnTrpGlyThrValCysAspAsp 

III 1 1 1 II 1 1 II I II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II II 1 1 1 1 1 Ml 1 1 II 1 1 1 1 

215 CCAGAGGAGGGCCGCCTGGAGGTGCTGCACCAGGGCCAGTGGGGCACCGTGTGTGATGAC 2 74 



61 



80 



AsnPheAlalleGlnGluAlaThrValAlaCysArgGlnLeuGlyPheGluAlaAlaLeu 

I II 1 1 1 II II 1 1 1 1 M I Ml 1 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 

2 75 AACTTTGCTATCCAGGAGGCCACAGTGGCTTGCCGCCAGCTGGGCTTCGAAGCTGCCTTG 334 
81 ThrTrpAlaHisSerAlaLysTyrGlyGlnGlyGluGlyProIleTrpLeuAspAsnVal 100 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 ! 1 1 

3 35 ACCTGGGCCCACAGTGCCAAGTACGGCCAAGGGGAGGGACCCATCTGGCTGGACAATGTG 3 94 



101 ArgCysValGlyThrGluSerSerLeuAspGlnCysGlySerAsnGlyTrpGlyValSer 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 [ 1 1 1 1 1 1 1 J 1 1 1 1 1 1 1 [ 1 1 1 1 1 1 



120 



Db 



395 CGCTGTGTGGGCACAGAGAGCTCCTTGGACCAGTGCGGGTCTAATGGCTGGGGAGTCAGT 454 



Qy 


TOT 
IZ 1 


ASpL.y 5 Ocx Jll SOci ol VLnSp vaioiyvcllllcv-.yoriiDr'i vJM.i yrii y n j. oi-vj. y oxy x y x 


140 






i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 in 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

M 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 11 1 II 1 M 1 1 1 II 1 M 1 II 1 1 1 II 11 II MM 




Db 


455 


GACTGCAGTCACTCAGAAGACGTAGGGGTGATATGCCACCCCCGGCGCCATCGTGGCTAC 


514. 


Qy 


TAT- 
14 1 


LcUocivjlUlIlIvalOCIHbllnlaJjcUoiyriuoj.li niaoxyoxy ii^myj oiy 


159 




1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 III III 

1 1 1 1 II II 1 II II 1 1 M 1 1 1 II 1 II 11 1 1 1 1 II 1 1 1 II 1 II II M II 1 M 1 III Ml 




Db 


515 


CTTTCTGAAACTGTCTCCAATGCCCTTGGGCCCCAGGGCCGGCGGCTGGAGGAGGTGCGG 


574 


Qy 


lb U 


T en iT ire DvoT 1 pT,on A. 1 a Qo'r A. 1 aTA/cf^l nT-Ti qCprPmVfl 1 TVlTf^l nf4l vAl aVfl 1 fll 11 
jjcULiy orlUl Iclic UHlaocinl ouy ooiuni doci riu vai x iix ox ho x y ma va±vjxu 


179 






I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 

II 1 1 1 II M 1 II 1 II 1 1 1 1 M II II 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 II 1 II 1 II II II II 1 1 II 




Db 


575 


CTCAAGCCCATCCTTGCCAGTGCCAAGCAGCATAGCCCAGTGACCGAGGGAGCCGTGGAG 


634 


Qy 


1 Oft 

loU 


V alLiy a lyiulUuiynio n Unl yoxiiVdi^.y ono ty oxiio x y x x ky iinric trio iino noci 


199 






1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1 1. 1 1 M M II 1 1 II 1 1 1 1 1 1 1 M 1 II 1 II 1 II 1 1 II 1 M 1 II 1 1 1 1 II 1 II II 1 1 II 1 II 




Db 


635 


GTGAAGTATGAGGGCCACTGGCGGCAGGTGTGTGACCAGGGCTGGACCATGAACAACAGC 


694 


Qy 


o a a 
z U U 


Aig Vdl ValLySoiyrlctLcUoiyrflcriuOciOl uvairiu Valn&pocini oiyi iyi 


S> 1 9 
z x ^ 






1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II II 1 1 1 1 1 II 1 1 II II II 1 1 II 1 1 II M II 1 1 II 1 1 1 




Db 


695 


AGGGTGGTGTGCGGGATGCTGGGCTTCCCCAGCGAGGTGCCTGTCGACAGCCACTACTAC 


754 


Qy 


OTA 
Z Z U 


Airgiiys Veil 1 irpAspijeuijysNeUAiryAspFiOijys 


9 T. Q 

Z J 27 






1 1 1 1 1 II 1 II I II 1 1 II II 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 II 1 1 1 M M 1 1 1 1 1 1 II 




Db 


755 


AGGAAAGTCTGGGATCTGAAGATGAGGGACCCTAAGTCTAGGCTGAAGAGCCTGACGAAT 


814 


Qy 


z4 U 


LiysAsnbeirpne i irpiierii suinvai i nrty slc ubiy i. nroiur roni sne cai ansn 


Z -J -7 






11 1 II II 1 1 1 II 1 1 1 II 1 II 1 11 1 II II 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 II 1 1 1 1 11 1 II 1 1 II 1 II 1 II II 1 1 1 1 1 1 1 II 1 II 1 1 




Db 


815 


AAGAACTCCTTCTGGATCCACCAGGTCACCTGCCTGGGGACAGAGCCCCACATGGCCAAC 


874 


A,, 

Qy 


OCA 
ZD U 


L.ysoinvaioin vaiAiairx oai aAx y oiyijysxjcu.tt.xy Jr xo.tt.iauy o .fx ooiyui yine u 


0 7 Q 

Z / .7 






1 II II II II II 1 1 II II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 
1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 M 1 M 1 1 II 1 1 1 II 1 II II 1 II 1 II II 1 1 1 1 1 1 II 1 II 1 1 1 II 1 




Db 


875 


TGCCAGGTGCAGGTGGCTCCAGCCCGGGGCAAGCTGCGGCCAGCCTGCCCAGGTGGCATG 


934 


A,, 

Qy 


O Q A 
Z O U 


rilSAiavai ValOciLyS ValrtlaoiyrrOnlSrncrtryriOrlUl^ lllx Ijy b FL Uolll 


Z -7 j7 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1 1 1 1 M 1 M 1 1 1 II 1 1 II 1 M 1 1 1 1 M II 1 1 I 1 II 1 1 1 1 1 1 II 1 II 1 1 II 1 I 1 1 1 1 1 M 1 




Db 


935 


CACGCTGTGGTCAGCTGTGTGGCAGGGCCTCACTTCCGCCCACCGAAGACAAAGCCACAA 


994 


Qy 




Aiy iiySoiyJbeir 1 i pniabi uoiur x Ottx y vaittx y bcUnrgocioiyHiaoinvdioiy 


J 1 _7 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 
1 1 1 1 M M II 1 II 1 1 1 1 1 1 1 M 1 1 1 1 1 1 II 1 II 1 II 1 1 II II II II 1 M 1 II 1 1 1 II 1 1 1 




Db 


995 


CGCAAAGGGTCCTGGGCAGAGGAGCCGAGGGTGCGCCTGCGCTCCGGGGCCCAGGTGGGC 


1054 


Qy 




oiuoiyArgvaioiuvaiijcUMe uAsnArgoini rpoiy inirvciiL-ysAspriisAi y i rp 


1 "3 Q 






1 1 1 1 1 II 1 II 1 1 II 1 1 II II II 1 II II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 




Db 


1055 


GAGGGCCGGGTGGAAGTGCTCATGAACCGCCAGTGGGGCACGGTCTGTGACCACAGGTGG 


1114 


Qy 


340 


AsnLeuIleSerAlaSerValValCysArgGlnLeuGlyPheGlySerAlaArgGluAla 


359 






1 II 1 1 1 1 1 II 1 III 1 II 1 1 1 1 II 1 1 1 1! 1 III 1 1 II 1 II 1 II 1 1 1 1 II 1 1 II 1 1 II 1 1 1 1 




Db 


1115 


AACCTCATCTCTGCCAGTGTCGTGTGTCGTCAGCTGGGCTTTGGCTCTGCTCGGGAGGCC 


1174 


Qy 


360 


LeuPheGlyAlaArgLeuGlyGlnGlyLeuGlyProIleHisLeuSerGluValArgCys 


379 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 




Db 


1175 


CTCTTTGGGGCCCGGCTGGGCCAAGGGCTAGGGCCCATCCACCTGAGTGAGGTGCGCTGC 


1234 



Qy 3 80 ArgGlyTyrGluArgThrLeuSerAspCysProAlaLeuGluGlySerGlnAsnGlyCys 

II MINIM I MINN 1 1 III I III I Ml 1 1 Ml II II 1 1 II I III II I III II MM 

Db 1235 AGGGGATATGAGCGGACCCTCAGCGACTGCCCTGCCCTGGAAGGGTCCCAGAATGGTTGC 



Qy 


400 


Db 


1295 


Qy 


420 


Db 


1355 


Qy 


440 


Db 


1415 


Qy 


460 


Db 


1475 


Qy 


480 


Db 


1535 


Qy 


500 


Db 


1595 


Qy 


520 


Db 


1655 


Qy 


540 


Db 


1715 


Qy 


560 


Db 


.1775 



GlnHisGluAsnAspAlaAlaValArgCysAsnValProAsnMetGlyPheGlnAsnGln 419 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
CAACATGAGAATGATGCTGCTGTCAGGTGCAATGTCCCTAACATGGGCTTTCAGAATCAG 1354 

ValArgLeuAlaGlyGlyArglleProGluGluGlyLeuLeuGluValGlnValGluVal 43 9 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
GTGCGCTTGGCTGGTGGGCGTATCCCTGAGGAGGGGCTATTGGAGGTGC AGGTGGAGGTG 1414 

AsnGlyValProArgTrpGlySerValCysSerGluAsnTrpGlyLeuThrGlxiAlaMet 459 

IIIIIIMIIMI IIIIIIIIIIIIMIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMI 

AACGGGGTCCCACGCTGGGGGAGCGTGTGCAGTGAAAACTGGGGGCTCACCGAAGCCATG 1474 



lllllllllllll IIIIIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIMIIIIIIMI 

GTGGCCTGCCGACAGCTCGGCCTGGGTTTTGCCATCCATGCCTACAAGGAAACCTGGTTC 1534 



1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 Ml 1 1 1 1 II II Mill I II I II I II II II 1 1 II II II Mill 

TGGTCGGGGACGCCAAGGGCCCAGGAGGTGGTGATGAGTGGGGTGCGCTGCTCAGGCACA 1594 
GluLeuAlaLeuGlnGlnCysGlnArgHisGlyProValHisCysSerHisGlyGlyGly 519 

1 1 II II II 1 1 II 1 1 1 III II 1 1 II MM lllllll M I II I II II II I III II II II I II 

GAGCTGGCCCTGCAGCAGTGCCAGAGGCACGGGCCGGTGCACTGCTCCCACGGTGGCGGG 1654 
ArgPheLeuAlaGlyValSerCysMetAspSerAlaProAspLeuValMetAsnAlaGln 53 9 

II II II II 1 1 1 M 1 1 II I II II 1 1 1 II I lllllll II I M I II M II 1 1 II II II 1 1 III 

CGCTTCCTGGCTGGAGTCTCCTGCATGGACAGTGCACCAGACCTGGTGATGAACGCCCAG 1714 

LeuValGlnGluThrAlaTyrLeuGluAspArgProLeuSerGlnLeuTyrCysAlaHis 559 

I I I II t I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
CTAGTGCAGGAGACGGCCTACTTGGAGGACCGCCCGCTCAGCCAGCTGTATTGTGCCCAC 1774 

GluGluAsnCysLeuSerLysSerAla 568 

I III MM I III I III 1 1 II I III I II 

GAGGAGAACTGCCTCTCCAAGTCTGCA 1801 



RESULT 2 - 
AF338441 

LOCUS AF338441 2271 bp mRNA linear PRI ll-JUL-2001 

DEFINITION Homo sapiens lysyl oxidase-related protein C (LOXC) mRNA, complete 
cds . 

ACCESSION AF3 38441 

VERSION AF338441.1 GI : 14669470 

KEYWORDS 

SOURCE Homo sapiens . 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 2271) 

AUTHORS Ito,H., Akiyama,H., Iguchi,H., Iyama,K., Miyamoto, M., Ohsawa,K. and 
Nakamura , T . 

TITLE Molecular cloning and biological activity of a novel lysyl 

oxidase-related gene expressed in cartilage 
JOURNAL J. Biol. Chem. 276 (26), 24023-24029 (2001) 
MEDLINE 21316447 
PUBMED 112 92 829 
REFERENCE 2 (bases 1 to 2271) 

AUTHORS Akiyama,H., Ito,H. and Nakamura , T . 
TITLE Direct Submission 

JOURNAL Submitted ( 19 - JAN-2001) Department of Orthopaedics, Kyoto 

University, 54 Shogoin-Kawahara-cho, Sakyo, Kyoto 606-8507, Japan 
FEATURES Location/Qualifiers 
source 1. .2271 

/organism="Homo sapiens" 
/db_xref ="taxon: 9606" 
/ chromos ome ="10" 
/tissue_type=" testis" 
gene 1. .2271 

/gene="LOXC" 
CDS 1. .2271 

/gene="L0XC" 

/note="collagen cross-link" 
/codon_start=l 

/product^" lysyl oxidase-related protein C" 
/protein_id="AAK71934 .1" 
/db_xref="GI: 14669471" 

/translation "MAWSPPATLFLFLLLLGQPPPSRPQSLGTTKLRLVGPESKPEEG 
RLEVLHQGQWGTVCDDNFAIQEATVACRQLGFEAALTWAHSAKYGQGEGPIWLDNVRC 
VGTESSLDQCGSNGWGVSDCSHSEDVGVICHPRRHRGYLSETVSNALGPQGRRLEEVR 
LKPILASAKQHSPVTEGAVEVKYEGHWRQVCDQGWTMNNSRWCGMLGFPSEVPVDSH 
YYRKVWDLKMRDPKSRLKSLTNKNSFWIHQVTCLGTEPHMANCQVQVAPARGKLRPAC 
PGGMHAWSCVAGPHFRPPKTKPQRKGSWAEEPRVRLRSGAQVGEGRVEVLMNRQWGT 
VCDHRWNL I S AS WCRQLGFGS AREALFGARLGQGLGP IHLS EVRCRG YERTLSDCPA 
LEGSQNGCQHENDAAVRCNVPNMGFQNQVRLAGGRIPEEGLLEVQVEVNGVPRWGSVC 
SENWGLTEAMVACRQLGLGFAIHAYKETWFWSGTPRAQEVVMSGVRCSGTELALQQCQ 
RHGPVHCSHGGGRFLAGVSCMDSAPDLVMNAQLVQETAYLEDRPLSQLYCAHEENCLS 
KS ADHMD WP YG YRRLLRFS TQ I YNLGRTD FRPKTGRDS WVWHQCHRHYHS I E VFTH YD 
LLTLNGSKVAEGHKASFCLEDTNCPTGLQRRYACANFGEQGVTVGCWDTYRHDIDCQW 
VDITDVGPGNYIFQVIVNPHYEVAESDFSNNMLQCRCKYDGHRVWLHNCHTGNSYPAN 
AELSLEQEQRLRNNLI " 

BASE COUNT 453 a 655- C - 747 g 416 t 

ORIGIN 



Alignment Scores: 



Pred. No. : 


1.04e-149 


Length: 


2271 


Score: 


3072 .00 


Matches : 


568 


Percent Similarity: 


99.47% 


Conservative : 


0 


Best Local Similarity: 


99.47% 


Mismatches : 


0 


Query Match: 


98.05% 


Indels: 


3 


DB: 


9 


Gaps : 


0 



US-10^067-422-10 (1-573) X AF338441 (1-2271) 

Qy 1 MetAlaTrpSerProProAlaThrLeuPheLeuPheLeuLeuLeuLeuGlyGlnProPro 20 

• i i i ■ .1 i : : i i , ; i 

Db 1 ATGGCGTGGTCCCCACCAGCCACCCTCTTTCTGTTCCTGCTGCTGCTAGGCCAGCCCCCT 60 

Qy 21 ProSerArgProGlnSerLeuGlyThrThrLysLeuArgLeuValGlyProGluSerLys 40 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I II I I II I I II I I I I I I I I I I I 
Db 61 CCCAGCAGGCCACAGTCACTGGGCACCACTAAGCTCCGGCTGGTGGGCCCAGAGAGCAAG 120 

Qy 41 ProGluGluGlyArgLeuGluValLeuHisGlnGlyGlnTrpGlyThrValCysAspAsp 60 

I I I I I I- I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 121 CCAGAGGAGGGCCGCCTGGAGGTGCTGCACCAGGGCCAGTGGGGCACCGTGTGTGATGAC 180 

Qy 61 AsnPheAlalleGlnGluAlaThrValAlaCysArgGlnLeuGlyPheGluAlaAlaLeu 80 

I I I II I I I I I I I I I I I ! I I I II I II I I I I I ! II I Ml I I I I I I I I I I I I I I I I I I Ml I 
Db 181 AACTTTGCTATCCAGGAGGCCACAGTGGCTTGCCGCCAGCTGGGCTTCGAAGCTGCCTTG 24 0 

Qy 81 ThrTrpAlaHisSerAlaLysTyrGlyGlnGlyGluGlyProIleTrpLeuAspAsnVal 100 

II 1 1 1 II 1 1 1 1 1 1 1 II I II I II 1 1 1 II 1 1 1 III MM 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 Ml I 

Db 241 ACCTGGGCCCACAGTGCCAAGTACGGCCAAGGGGAGGGACCCATCTGGCTGGACAATGTG 3 00 
Qy 101 ArgCysValGlyThrGluSerSerLeuAspGlnCysGlySerAsnGlyTrpGlyValSer 12 0 

1 1 1 1 1 1 MM 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 II II II II II II I II M I II 1 1 1 1 Ml II M 

Db 3 01 CGCTGTGTGGGCACAGAGAGCTCCTTGGACCAGTGCGGGTCTAATGGCTGGGGAGTCAGT 3 60 
Qy 121 AspCysSerHisSerGluAspValGlyVallleCysHisProArgArgHisArgGlyTyr 140 

1 1 1 1 1 M II I MM II I MM M 1 1 II 1 1 II II II II I M I M 1 1 1 1 III III 1 1 1 Ml I 

Db 3 61 GACTGCAGTCACTCAGAAGACGTAGGGGTGATATGCCACCCCCGGCGCCATCGTGGCTAC 42 0 
Qy 141 LeuSerGluThrValSerAsnAlaLeuGlyProGln-AlaGlyGlyTrpArg-Gly-Arg 15 9 

I II II M II I Ml II 1 1 M M 1 1 1 MM II II II II 1 1 1 1 1 1 1 1 1 1 E ! 1 1 1 Ml Ml 

Db 421 CTTTCTGAAACTGTCTCCAATGCCCTTGGGCCCCAGGGCCGGCGGCTGGAGGAGGTGCGG 4 80 
Qy 160 LeuLysProIleLeuAlaSerAlaLysGlnHisSerProValThrGluGlyAlaValGlu 179 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 1 i j [ 1 1 1 1 1 1 r 1 1 f 1 1 1 1 1 1 1 1 

Db 4 81 CTCAAGCCCATCCTTGCCAGTGCCAAGCAGCATAGCCCAGTGACCGAGGGAGCCGTGGAG 54 0 
Qy 180 ValLysTyrGluGlyHisTrpArgGlnValCysAspGlnGlyTrpThrMetAsnAsnSer 199 

I II II II M II II II II II II Ml II III I II II II 1 1 II II M I II Ml M Ml II M I 

Db 541 GTGAAGTATGAGGGCCACT GGCGGCAGGTGTGTGACCAGGGCTGGACCATGAACAACAGC 600 
Qy 2 00 ArgValValCysGlyMetLeuGlyPheProSerGluValProValAspSerHisTyrTyr 219 

I II MM II II II II MM I II II II II MM IIIIMI III II MM III M II II II I 

Db 601 AGGGTGGTGTGCGGGATGCTGGGCTTCCCCAGCGAGGTGCCTGTCGACAGCCACTACTAC 660 



Qy 

Db 



220 
661 



ArgLysValTrpAspLeuLysMetArgAspProLysSerArgLeuLysSerLeuThrAsn 

I II 1 1 IMIII II II I M 1 1 II I II 1 1 M II 1 1 1 1 M II II 1 1 1 M 1 1 1 1 1 1 1 M 1 1 1 1 1 

AGGAAAGTCTGGGATCTGAAGATGAGGGACCCTAAGTCTAGGCTGAAGAGCCTGACGAAT 



239 
720 



Qy 


240 


Db 


721 


Qy 


260 


Db 


781 


Qy 


280 


Db 


841 


Qy 


300 


Db 


901 


Qy 


320 


Db 


961 


Qy 


340 


Db 


1021 


Qy 


360 


Db 


1081 


Qy 


380 


Db 


1141 


Qy 


400 


Db 


1201 


Qy 


420 


Db 


1261 


Qy 


440 


Db 


1321 


Qy 


460 


Db 


1381 


Qy 


480 


Db 


1441 


Qy 


500 


Db 


1501 



LysAsnSerPheTrpIleHisGlnValThrCysLeuGlyThrGluProHisMetAlaAsn 25 9 

I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I 
AAGAACTCCTTCTGGATCCACCAGGTCACCTGCCTGGGGACAGAGCCCCACATGGCCAAC 780 

CysGlnValGlnValAlaProAlaArgGlyLysLeuArgProAlaCysProGlyGlyMet 279 

I I I I I I II I II I I II M I I I I I I II I I I II II I I II II I I I I I I I II I I I I I I I I I I I I I 
TGCCAGGTGCAGGTGGCTCCAGCCCGGGGCAAGCTGCGGCCAGCCTGCCCAGGTGGCATG 84 0 

HisAlaValValSerCysValAlaGlyProHisPheArgProProLysThrLysProGln 2 99 

IIIIIIIIIMIIIIII Ml Mill! MM MM MM MM llllllll llllllll II 

CATGCTGTGGTCAGCTGTGTGGCAGGGCCTCACTTCCGCCCACCGAAGACAAAGCCACAA 900 



III 1 1 1 1 1 1 M II 1 1 II I II I II II I II 1 1 II II II 1 1 II 1 1 M I II 1 1 1 1 1 1 II 1 1 1 II 

CGCAAAGGGTCCTGGGCAGAGGAGCCGAGGGTGCGCCTGCGCTCCGGGGCCCAGGTGGGC 960 

GluGlyArgValGluValLeuMetAsnArgGlnTrpGlyThrValCysAspHisArgTrp 33 9 

1 1 Mil 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II I M 1 1 1 1 1 1 II 1 1 1 1 1 III I III Ml 1 1 1 II I 

GAGGGCCGGGTGGAAGTGCTCATGAACCGCCAGTGGGGCACGGTCTGTGACCACAGGTGG 1020 

AsnLeuIleSerAlaSerValValCysArgGlnLeuGlyPheGlySerAlaArgGluAla 3 59 

MIIIMIIIIIIIIIMII MIIIMIIIIIIIIIIIIIIIIIIIIIMIIIIMMII 

AACCTCATCTCTGCCAGTGTCGTGTGTCGTCAGCTGGGCTTTGGCTCTGCTCGGGAGGCC 1080 

LeuPheGlyAlaArgLeuGlyGlnGlyLeuGlyProIleHisLeuSerGluValArgCys 3 79 

II 1 1 M 1 1 1 1 1 1 1 1 1 1 II I MM M I II 1 1 1 1 1 1 1 II II 1 1 1 1 1 M 1 1 II II II 1 1 II I 

CTCTTTGGGGCCCGGCTGGGCCAAGGGCTAGGGCCCATCCACCTGAGTGAGGTGCGCTGC 1140 

ArgGlyTyrGluArgThrLeuSerAspCysProAlaLeuGluGlySerGlnAsnGlyCys 3 99 

1 1 MM 1 1 1 1 II 1 1 Ml 1 1 II 1 1 1 1 II I III 1 1 1 Ml 1 1 1 II I II 1 1 II II II I II 1 1 1 

AGGGGATATGAGCGGACCCTCAGCGACTGCCCTGCCCTGGAAGGGTCCCAGAATGGTTGC 12 00 

GlnHisGluAsnAspAlaAlaValArgCysAsnValProAsnMetGlyPheGlnAsnGln 419 

M 1 1 III Ml 1 1 1 II 1 1 II 1 1 1 1 1 M 1 1 1 1 1 IMMM II 1 1 M I MM 1 1 II II III II 

CAACATGAGAATGATGCTGCTGTCAGGTGCAATGTCCCTAACATGGGCTTTCAGAATCAG 1260 

ValArgLexoAlaGlyGlyArglleProGluGluGlyLeuLeuGluValGlnValGluVal 43 9 

I III Ml I Ml II II II II II 1 1 1 1 II M I II I II Ml Ml I M 1 1 M 1 1 1 II M II I II 

GTGCGCTTGGCTGGTGGGCGTATCCCTGAGGAGGGGCTATTGGAGGTGCAGGTGGAGGTG 132 0 

AsnGlyValProArgTrpGlySerValCysSerGluAsnTrpGlyLeuThrGlizAlaMet 459 

I II I II M I MM I II I M I II M I M I M I II MM II II II I II I III I II II Mill • 

AACGGGGTCCCACGCTGGGGGAGCGTGTGCAGTGAAAACTGGGGGCTCACCGAAGCCATG 13 80 

ValAlaCysArgGlnLeuGlyLeuGlyPheAlalleHisAlaTyrLysGluThrTrpPhe 4 79 

I IIMM II I III MM 1 1 1 II II I II I M 1 1 IMMM M II II MM I II I Ml 1 1 1 1 

GTGGCCTGCCGACAGCTCGGCCTGGGTTTTGCCATCCATGCCTACAAGGAAACCTGGTTC 144 0 

TrpSerGlyThrProArgAlaGlnGluValValMetSerGlyValArgCysSerGlyThr 4 99 

I M I III II I II 1 1 II I III 1 1 Ml II I III I MIMI I II II II MM I M I Ml I II I 

TGGTCGGGGACGCCAAGGGCCCAGGAGGTGGTGATGAGTGGGGTGCGCTGCTCAGGCACA 1500 

GluLeuAlaLeuGlnGlnCysGlnArgHisGlyProValHisCysSerHisGlyGlyGly 519 

I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I M I I II I I I I I I I I 

GAGCTGGCCCTGCAGCAGTGCCAGAGGCACGGGCCGGTGCACTGCTCCCACGGTGGCGGG 1560 



Qy 52 0 ArgPheLeuAlaGlyValSerCysMetAspSerAlaProAspLeuValMetAsnAlaGln 53 9 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I I I I I I I I I I I I I I I I 
Db 1561 CGCTTCCTGGCTGGAGTCTCCTGCATGGACAGTGCACCAGACCTGGTGATGAACGCCCAG 1620 

Qy 540 LeuValGlnGluThrAlaTyrLeuGluAspArgProLeuSerGlnLeuTyrCysAlaHis 559 

MM II II 1 1 III II II 1 1 II 1 1 II 1 1 MM II MM II MM MM 1 1 II I MM MM 

Db 1621 CTAGTGCAGGAGACGGCCTACTTGGAGGACCGCCCGCTCAGCCAGCTGTATTGTGCCCAC 1680 
Qy 560 GluGluAsnCysLeuSerLysSerAla 568 

• 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 

Db 1681 GAGGAGAACTGCCTCTCCAAGTCTGCG 1707 



